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E means similar to 
€ means belongs to 

|fgj=g.thenG{i.j.....} 

jfgi=gk.andG{i,k } 

then skip to next gene in 21 9 
If gi = gk, and G{i,notk,...} then 
G{i,j,k.. -} gkc cluster ca 

If gk = gl. and G{notk,notl,..}then 
1 (^t i k 1 ) ak & al €cluster cb 
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|fgk€ca&cb: 

call max mf of gk in ca, mf(gk,ga) 
call max mf of gk in cb, mf(gk,gb) 
then if mf(gk.ga)>mf(gk,gb) 
then gk € ca only but if 
mf (gk.ga) -mf(gk.gb)<mdt 
and ss mf (gk,ga)>ss mf(gk.gb) 
then gk € cb only 
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If all genes are not in clusters, 

then add each remaining 
gene to a cluster having a gene 
with which the remaining gene 
has a highest match fraction mf 
regardless of threshold. 
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ca = {i jX-..q.r}} 
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